, respectively. All diffraction data were collected at the X4A beamline of the Brookhaven National Laboratory. The diffraction images were processed and scaled with the HKL package 22 . The data processing statistics are summarized in Supplementary Table 1 .
Structure determination and refinement
The locations of Se atoms in the b 3 core crystal were determined with the program SOLVE 23 . Reflection phases to 2.3 Å resolution were calculated and improved with the same program, which also automatically located 50% of the residues in the molecule. The full atomic model was built into the electron density with the program O 24 . Structure refinement was carried out with the program CNS 25 . The structures of the b 3 core-AID complex and b 4 core were determined by the molecular replacement method with the program COMO 26 using the b 3 core structure as the model, and were refined as described above. The statistics on structural refinement are summarized in Supplementary Table 1 . The current models fit the electron density map well and all main-chain dihedral angles are located in favourable regions on the Ramachandran plot ( Supplementary Fig. 2 ).
Oocyte expression and electrophysiology
All constructs for oocyte expression were subcloned into variants of pGEMHE. cRNAs were synthesized in intro and injected in various combinations into Xenopus oocytes, which were obtained and maintained as described 27 . Two-electrode voltage-clamp recordings were performed as described 27 . Data are presented as mean^s.d. (number of observations).
